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analyses (see below) were aligned using MUSCLE (2). We used Gblocks 0.91b to 64 eliminate the ambiguous and extract the conserved regions from the alignments (14). The 65 phylogeny was built using PHYML 3.0 (3) under an rtREV model (1). ML support was 66 evaluated via nonparametric bootstrap analyses with 1000 pseudoreplicates. The 67 phylogenetic tree shows that PSFVaye groups with previously described foamy virus 68 with robust support (Fig. S2) . Therefore, PSFVaye is indeed an endogenous foamy virus. 69
70
To further elucidate the relationship between PSFVaye and other foamy viruses, we 71 conducted a separate phylogenetic analysis using conserved pol gene nucleotide 72 sequences with a Bayesian approach. The best-fitting model of nucleotide substitution 73 was determined using jModelTest (9) and a GTR+Γ4 substitution model was used. The 74
Bayesian analyses were performed with MrBayes 3.1.2 (11) using 1,000,000 generations 75 
